Aim: Identify basic requirements for a metagenomic nanopore sequencing protocol 27 permitting frequent application in a clinical microbiology daily routine diagnostic setting.
Nanopore sequencing in clinical routine

Introduction
The aim of this pilot project was limited to exploring the possibility to use nanopore 73 metagenomic sequencing for cost-beneficial, rapid and at informative diagnostic work in 74 clinical microbiology. Microbiology 79 The following reference bacterial strains were obtained from the American Type Culture Bremen, Germany) was used, with scores >2 verifying the strain identity before analysis. Detection of antimicrobial resistance genes was carried out on selected data by using the 152 Antimicrobial resistance application (AMRA). The K. pneumoniae mini-column sequence 153 data described in Table 1 was subjected to further investigation by uploading on AMRA via 154 the cloud-based Epi2Me agent. The strain is known to contain resistance genes, including the 
